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Online Resources

Online Resource 1. Species-specific PCR confirming the identity of isolate CNVDB29
as Phytophthora cinnamomi. A primer pair targeting the LPV3 gene (Kong et al. 2003) led
to the successful amplification of a PCR product of 450 bp in size, confirming the identity of
isolate CNVDB29 as P. cinnamomi. 1) O'GeneRuler 100 bp DNA ladder 2) Phytophthora

cinnamomi (CMW33388) as a positive control 3) Negative control 4) CNVDB29.



Online Resource 2. Transcripts from the Phytophthora cinnamomi CNV- B29 cyst and germinating cyst c- NA library selected for
expression analysis. The best Phytophthora protein match during blastx analysis (E-value <1x10) and its functional description is

indicated for each transcript.

Unigene ID Protein ID of best blast hit Species Putative function Bit Score E-value

83210 Phyra_97565° P. ramorum Pr_Avh387 32.73 1.42E-06
U15350 PITG_19936 P. infestans NPP1-like protein 111.69 5.04E-26
u4987 PITG_06370 P. infestans elicitin INL3a-like protein 55.84 3.23E-09
ue179 PITG_03640 P. infestans CBEL putative 167.16 5.69E-47
U6659 AAN05466.1"° P. cinnamomi  polygalacturonase 192.2 1.14E-57
u6809 PITG_16183 P. infestans adhesin-like protein 200.29 3.25E-52
u8949 PITG_09760 P. infestans mucin-like protein 157.15 8.95E-39

SNEL2 - suppressor of necrosis 1-like protein 2, avh — avirulence homologue, NPP1 — necrosis-inducing Phytophthora protein 1, CBEL — cellulose binding elicitor lectin
®Protein ID numbers from FungiDB database version 2.3 (March, 2014)
®Protein ID numbers from NCBI database

PITG ID numbers are from the Phytophthora infestans Sequencing Project, Broad Institute of Harvard and MIT (http://www.broadinstitute.org/)



Online Resource 3. Sequences of primers used in this study, targeting putative
pathogenicity related genes of Phytophthora cinnamomi CNVDB29.

PCR product Ta

Target Forward Primer 5'-3' Reverse primer 5'-3' (bp) (°C)
C83210 TACCGAGGCTGAAAATCC CTTCTTGTCGTCGTTCAC 88 58
U15350 GTTCCAAGACCTCATCAC TCTGTATCCTTCCTCTCC 102 58
u4987 ACAACGGGCATATTCAAG GTTAGTAGCTCCCATCAG 75 58
u6179 TGGTACTCGTTGAAGAAAG AAGACTGTGTACGGTTTG 92 58
U6659 GTCACCATCACAGGAAAC TGCTGAAGACCGTGTTAG 79 58
u6809 TCATCCAAGAAGTCATCG TTCCAGTTCAGTCAGTTC 78 58
u8949 GCTCCAGTCTTGATCTTC CCACGAGAACCTGTCTAG 84 58
Primers directed to candidate reference genes from the literature:

Ubc?® CTGAACATCTACTTCCCGGCC CGTTGGCATTGATGTTGCAG 70-150 61
B-tubulin® TGACCCAGCAGCAGTTCG CATCGACCTCCTTCGTGCTC 117 61
ws041° GCTGACCAACAACGGCACG GATCACCTCCGTACCTGCG 178 61

®(King et al. 2010)
b(Narayan et al. 2010)



Alignment of jgi-Phyci1-30885 ORF from the Phytophthora
cinnamomi genome with the sequenced nucleotide data
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Alignment of jgi-Phyci1-16230 ORF from the Phytophthora
cinnamomi genome with the sequenced nucleotide data
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Online Resource 4a. Transcript specific primers were designed from the assembled
transcriptome and used to amplify and sequence full length transcripts to assess the
robustness of the assembly. Transcript sequences were aligned with the nucleotide

sequences from the Phytophthora cinnamomi genome.

Online Resource 4b. Protein sequence alignment of transcripts from the cyst and
germinating cyst cDNA library of Phytophthora cinnamomi, to the best blastx hit in the
genome of P. cinnamomi (top sequence) and the Phytophthora protein sequence used
to annotate the selected transcript. Conserved domain names are shown above the
relevant domain sequence (blocks). Shaded amino acids indicate amino acids with
100% conservation (black) or only 80% conservation between two or three of the
sequences (grey) (GeneDoc Version 2.7.000, conservation mode with similarity groups
enabled). The consensus sequence is indicated underneath each alignment. Note only
the complete transcript sequence is shown in the figure but not the whole protein
sequence of the protein it is aligned to. A) C31843 aligned to Phyci1-16230 and
Physo_298800 B) C83210 aligned to Phyci1-246465 and Phyra_97565 C) U15350 aligned
to Phyci1-501748 and PITG_19936 D) U2360 aligned to Phyci1-227507 and EGZ23444.1 E)
U3104 aligned to Phyci1-324897 and PITG_15968 F) U4987 aligned to Phyci1-96866 and
PITG_06370 G) U6179 aligned to Phyci1-89138 and PITG_03640 H) U6180 aligned to
Phyci1-6902 and PITG_12361 1) U6659 aligned to Phyci1-98110 and AAN05466.1 J) U6809
aligned to Phyci1-98652 and PITG_16183 K) U8863 aligned to Phyci1-96960 and
PITG_16145 L) U8949 aligned to Phyci1-103247 and PITG_09760.

*Note: the annotations of these transcripts were confirmed through blastx analysis (E-value
>1x10°) to Phytophthora proteins in the National Centre for Biotechnology Information

(NCBI) database (http://www.ncbi.nim.nih.gov/), FungiDB database version 2.2 (Stajich et al.
2012), the Phytophthora infestans database (Phytophthora infestans Sequencing Project,

Broad Institute of Harvard and MIT (http://www.broadinstitute.org/, downloaded February,

13



2013) and the P. cinnamomi genome v1.0

(http://genome.jgi.doe.gov/Phyci1/Phyci1.home.html, downloaded March, 2013).

14



Online Resource 5. Transcripts from the Phytophthora cinnamomi cyst and germinating cyst RNA-seq library (CNVDB29), with the

best protein match from the Phytophthora cinnamomi genome indicated as determined through blastx analysis (E-value <1x10°).

Unigene ID Protein ID of best blast hit E-value  BitScore % Ildentity % Similarity % Gaps Alignment length (aa)

C31843 jgi-Phycil-16230 1.00E-14 65.47 100 100 0 95
C83210* jgi-Phycil-246465 3.09E-35 133.26 100 100 0 82
U15350* jgi-Phycil-501748 8.28E-64 228.79 98 99 0 109
u2360 jgi-Phycil-227507 1.14E-48 178.33 100 100 0 100
u3104 jgi-Phycil-324897 1.52E-23 94.36 39 52 28 54
u4987+* jgi-Phyci1-96866 6.11E-35 132.11 86 86 13 66
u6179+* jgi-Phycil-89138 2.57E-51 186.81 100 100 0 86
u6180 jgi-Phycil-6902 8.44E-115  399.82 83 83 16 217
U6659+* jgi-Phycil-98110 7.95E-56 192.2 6 11 57 91
u6809* jgi-Phycil-98652 6.63E-76 270.01 100 100 0 187
u8663 jgi-Phycil-96960 4.28E-65 233.42 96 96 3 126
u8949+* jgi-Phycil-103247 1.25E-45 170.63 35 35 62 144

* Unigenes for which the expression pattern was determined in this study.
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Online Resource 6. Distribution of the genera represented by Phytophthora cinnamomi transcripts regarded as contaminant
sequences, as annotated in the NCBI non redundant protein database. Transcript functional annotations are based on protein sequence
similarity as determined with blastx analysis (- -value >1x10°) to the NCBI non-redundant protein database. Approximately 42 % of the transcripts
showed significant similarity to proteins originating from the domain bacteria and 8.7 % from the domain fungi. Genera that presented less than

1% of the dataset were not included in the analysis and are designated as ‘other genera’ in the figure (50 %).

Online Resource 7. Putative secreted proteins identified from Phytophthora cinnamomi CNVDB29 cysts and germinating cysts with
their best hit from the genomes of Phytophthora infestans and Phytohthora cinnamomi CBS144.22 as determined through blastx

analysis (E-value <1x107°). Attached PDF file.

Online Resource 8. Complete list of transcripts with a putative role in Phytophthora cinnamomi pathogenicity according to the

literature. Attached - xcel file.
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Online Resource 9. Putative RXLR effector transcripts identified from Phytophthora cinnamomi CNVDB29 with the corresponding

protein from the P. cinnamomi genome (CBS 144.22) as determined through blastp analysis (E-value <1x10%).
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Yes
Yes

4.20E-01
9.90E-01
1.73E+00
2.78

2.91

3.74

3.76
7.49E+00
8.23

NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

29
31
28
29
29
26
26
27
27
NA
NA
NA
NA
NA
NA
NA
NA
NA
NA

Phycil1-84057
Phycil1-256563
Phycil-115216
Phycil1-228636
Phycil-303442
Phycil1-69046
Phycil-69046
Phyci1-222893
Phyci1-65069
NA

NA

NA

NA

NA

NA

NA

NA

NA

NA

®Protein identity numbers from the P. cinnamomi genome at http://genome.jgi.doe.gov/, downloaded March, 2013
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